Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.004 Å; R factor = 0.058; wR factor = 0.182; data-to-parameter ratio = 17.4.
In the title compound, C 12 H 15 N 5 , the piperidine ring adopts a chair conformation with the substituent C atom in an equatorial site and the dihedral angle between the pyridazine and pyrazole ring planes is 10.36 (2) . V = 1169.0 (2) Å 3 Z = 4 Mo K radiation = 0.08 mm À1 T = 296 K 0.31 Â 0.25 Â 0.22 mm
Related literature

Data collection
Bruker APEXII CCD diffractometer 11710 measured reflections 2674 independent reflections 1282 reflections with I > 2(I) R int = 0.054 Refinement R[F 2 > 2(F 2 )] = 0.058 wR(F 2 ) = 0.182 S = 1.01 2674 reflections 154 parameters H-atom parameters constrained Á max = 0.18 e Å À3 Á min = À0.21 e Å À3 Data collection: APEX2 (Bruker, 2007); cell refinement: SAINT (Bruker, 2007); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 (Farrugia, 1997); software used to prepare material for publication: WinGX (Farrugia, 1999). 
3-(Piperidin
Comment
As part of our onging studies of azolylpyridazines (Ather et al., 2009) , we now report the synthesis and structure of the title compound, (I).
Compound (I) consists of a pyridazine ring with piperidine and pyrazole substituents at the 3-and 6-positions, respectively ( Fig. 1 ). Least-squares mean-plane calculations for the pyridazine (N3/N4/C4/C5/C6/C7) and pyrazole (N1/N2/C3/C1/C2) rings show that these are approximately planar, with respective maximum deviations of 0.0042 (16) 
Experimental
A mixture of 1.0 g (0.18 mmol) of 3-chloro-6-(1 H-Pyrozol-1-yl) pyridazine and 5 ml of piperidine was refluxed for 2 h, concentrated under vacuum, cooled and added to cooled water. The ppt filtered dried and recrystallized from benzene to give colourless prisms of (I) (m.p. 383-384 K).
Refinement
All H atoms attached to C atoms were refined using a riding model [C-H = 0.93Å and U iso (H) = 1.2U eq (C) for aromatic H atoms and C-H = 0.97Å and U iso (H) = 1.2U eq (C) for metyhlene H atoms]. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
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